. Ham-1 RNA expression was enhanced severalfold in macrophages from both strains after they were incubated for 24 hours with IFN-y or LPS (Fig. 2A) . In contrast to IFN-y and LPS, Ham-1 RNA expression was not altered in macrophage cultures from either strain after they were treated for 24 hours with IFN-a (Fig. 2A) or in NOD macrophage cultures treated with TNF-at (Fig. 2B) (Fig. 4B) .
Two putative ATP-binding cassettes are present in the HAML protein sequence (3); however, HAM1 affinity for ATP has not been reported. We used an ATP-agarose purification technique (6) to compare the ATP affinity of HAMl to that of a known high affinity ATP-binding protein, heat shock protein 70 (hsp70). As expected, the constitutive hsp70 protein remained bound to the ATP-agarose even after extensive washing with high salt buffer (2 M NaCl) , which demonstrated the high ATP affinity of this molecule (Fig. 4B) . In contrast, the HAMi protein was detected only in the unbound lysate, which indicated low or no affinity for ATP under the assay conditions (Fig. 4B) .
These results contrast with Faustman et al.'s conclusion that the Xba I RFLV associated with the NOD Ham-lb allele represented a mutation that impaired gene function (2) . Faustman (9) .
Extended haplotype analysis of H-2g7 continues to reveal the presence of other unique alleles that may also contribute to the diabetogenic potency of this haplotype (10) (11) (12) . In addition, many intra-MHC genes required for distinct aspects of antigen processing are now being revealed (4, 13, 14) . We propose that detailed investigation of the structure and regulated expression of these genes in the diabetogenic H-2g7 haplotype will finally link genetic regions and immunodysfunctions that characterize autoimmune diabetes in the NOD 
